will be extended over time, and we encourage the community to contribute data (for example, simulations) and method assessments. In Supplementary Note 1, we show how iCOBRA can be used to exactly reproduce and visualize results from recent benchmarking studies.
iCOBRA: open, reproducible, standardized and live method benchmarking
To the Editor: Modern life science research tasks often involve ranking or classifying items. For example, in studies of differential expression, genes can be ranked by the estimated P value or, using a cutoff on the P value, classified as either 'significantly different' or 'not significantly different' between conditions of interest. A wide range of computational methods dedicated to these tasks exist [1] [2] [3] , many of which rely on accurate quantification of underlying entities such as abundance levels. As methods are developed and refined, static benchmarking studies quickly become outdated. Moreover, a standard way to present results from method comparisons is lacking, and raw reference data are not always made available. This often makes it difficult for method researchers to reproduce published evaluations or explore them from different angles. Here we present iCOBRA (for "interactive comparative evaluation of binary classification and ranking methods"), a benchmarking platform for both users and developers of methods that promotes open, standardized and reproducible evaluations. iCOBRA consists of an R package and a flexible, interactive web application that can rapidly evaluate methods for binary classification, ranking and continuous target estimation against a ground truth. In addition, we have collected a set of benchmarking data sets in standard formats (a link is provided at https://github.com/markrobinsonuzh/iCOBRA) to lower barriers for new method developers as well as to facilitate standardized method evaluations in the future. We envision that this resource 
